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MAAAI ASSL I RQKRQARESNS - DRVSASKRRSSPSKDG - R 38 



MAAAI ASGLIRQKRQAREQHW-DRPSASRRRSSPSKN--R 37 

MAAAIASSLIRQKRQARER---EKSNACKCVSSPSKG--K 35 

MAALASSL I RQKRE VREPGG - SRPVSAQRRVCP - RGT - K 36 

MS-GPGTAAVALLPAVLLALL-APWAGRGGAAAPTAPN-G 37 

MALGQKLF I TMSRGAGRLQGTLWALVFLG I L - VGMVVP - - SPAGTRAN - N 46 



MWKWILTHCASAFPHLPGCCC-CCFLLLFLVSSVPVTC-Q 38 

MHKWILTWILPTLLYR-S CFHIICLVGTISLAC-N 33 

MY-SAPSACTCLCLHFLLLCF-QVQ VLVAEE-N 30 

MG-SPRSALSCLLLHLLVLCL-QAQEGPGRGPALGREL-A 37 

MSLSFLLLLFFSHL I LSAWAHGEKRLAPKGQPGPAATDRN 40 

MAPLGEVGNYFGVQDAVPFGNVPVLP--VDSPVLLS-D 35 

MGLIWLLLLSLLEP G WPAAGPGA 23 

SLCERHV — LGVFSKVRFCSGR KRPVRRRPEPQLKG I VT 75 

MASKEPQLKGIVT 13 

GLCNGNL- - -VDI FSKVRIFGLK KRRLRRQ - DPQLKG I VT 73 

TSCDKNK - - - LNV FSRVKLFGSK KRRRRRP - EPQLKG I VT 7 1 

SLCQKQL - - - L I LLSKVRLCGGRP ARPDRGP - EPQLKG I VT 73 

TLEAELERR-WESLVALSLARLPVAAQPKE-AAVQSGAGDYLLG- IKRLR 84 
TLLDS - - RG -WGTLLSRSRAGL - - -AG - - E - 1 AGVNWESGYLVG - 1 KRQR 86 

MAAGS 1TTLPALPE DGGSGAFPPGHFKDPK 30 

MAEGEITTFTALTE- KFN — LPPGNYKKPK 27 

ALGQDMVSP-EATNSSSSSFSSPSSAG RHVRS YNHLQG - DVRWR 80 

DMTPEQM ATNVNCS — SPE RHTRSYDYMEGGDIRVR 67 

VDFRID VEK QTRARDDVSRKQLRLY 55 

SLFRAGR- - -EPQGVSQQHVRE QSLVTDQLSRRL I RTY 72 

PIGSSSRQSSSSAMSSSSASSSPAASLGSQGSGLEQSSFQWSPS-GRRTG 89 

HLGQS E--AGGLPRGP AVTDLDHLKG- ILRRR 64 

RLRRD AGG RGGV Y EH LGG - APRRR 46 

RLFSQQ--GYFLQMHPDGTIDGTKDENSDYTLFNLIPVGLR-VVAIQGVK 122 
RLFSQQ--GYFLQMHPDGTIDGTKDENSDYTLFNLIPVGLR-VVAIQGVK 60 
RLYCRQ--GYYLQMHPDGALDGTKDDSTNSTLFNLIPVGLR-VVAIQGVK 120 
KLYSRQ--GYHLQLQADGTIDGTKDEDSTYTLFNLIPVGLR-VVAIQGVQ 118 
KLFCRQ--GFYLQANPDGSIQGTPEDTSSFTHFNLIPVGLR-VVTIQSAK 120 
RLYCNVGIGFHLQALPDGRIGGAHADT-RDSLLELSPVERG-VVSIFGVA 132 
RLYCNVGIGFHLQVLPDGRISGTHEEN-PYSLLEISTVERG-VVSLFGVR 134 
RLYCKNG-GFFLRIHPDGRVDGVREKSDPHIKLQLQAEERG-VVSIKGVC 78 
LL YCSNG - GHFLR I LPDGTVDGTRDRSDQH I QLQLSAESVG - EV Y I KSTE 75 
KLFSFT--KYFLKIEKNGKVSGTKKENCPYSILEITSVEIG-VVAVKAIN 127 
RLFCRT--QWYLRIDKRGKVKGTQEMKNNYNIMEIRTVAVG-IVAIKGVE 114 
QLYSRTS-GKHIQVLG-RRISARGEDGDKYAQLLVETDTFGSQVRIKGKE 103 
QLYSRTS-GKHVQVLANKRINAMAEDGDPFAKLIVETDTFGSRVRVRGAE 121 
SLYCRVGIGFHLQIYPDGKVNGSHEAN-MLSVLEIFAVSQG-IVGIRGVF 137 
QLYCRT--GFHLEIFPNGTIQGTRKDHSRFGILEFISIAVG-LVSIRGVD 111 
KLYCAT- - KYHLQLHPSGRVNGSLENS -AYS I LE ITAVEVG -IVAIRGLF 92 

• • »•» • • » • m mm 
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ASLYVAMNGEGYLYSSDV-FTPECKFKESVFENYYVIYSSTLYRQQESG- 170 

ASLYVAMNGEGYLYSSDV-FTPECKFKESVFENYYVIYSSTLYRQQESG- 108 

TGLYIAMNGEGYLYPSEL-FTPECKFKESVFENYYVIYSSMLYRQQESG- 168 

TKL YLAMNSEG YLYTS EL - FTPECKFKESV FEN Y YVTYSSM I YRQQQSG - 166 

LGHYMAMNAEGLLYSSPH-FTAECRFKECVFENYYVLYASALYRQRRSG- 168 

SRFFVAMSSKGKLYGSPF - FTDECTFKE I LLPNNYNAYESYKYPG 176 

SALFVAMNSKGRLYATPS-FQEECKFRETLLPNNYNAYESDLYQG 178 

ANRYLAMKEDGRLLASKC-VTDECFFFERLESNNYNTYRSRKYTS 122 

TGQYLAMDTDGLLYGSQT-PNEECLFLERLEENHYNTYISKKHAEK--N- 121 

SNYYLAMNKKGKLYGSKE-FNNDCKLKERIEENGYNTYASFNWQHN--G- 173 

SEFYLAMNKEGKLYAKKE - CNEDCNFKEL I LENHYNTYASAKWTHN - -G- 160 

TEFYLCMNRKGKLVGKPDGTSKECVFIEKVLENNYTALMSAKYSG 148 

TGLYICMNKKGKLIAKSNGKGKDCVFTEIVLENNYTALQNAKYEG 166 

SNKFLAMSKKGKLHASAK-FTDDCKFRERFQENSYNTYASAIHRTEKTG- 185 

SGLYLGMNEKGELYGSEK-LTQECVFREQFEENWYNTYSSNLYKHVDTG- 159 

SGRYLAMNKRGRLYASEH-YSAECEFVERIHELGYNTYASRLYRTVSSTP 141 
. . * * * .* . * * 



RAWFLGLNKEGQIMKG--NRVKKTKPSSHFVPKPIEVCMYR 209 

RAWFLGLNKEGQIMKG--NRVEKTKPSSHFVPKPIEVCMYR 147 

RAWFLGLNKEGQAMKG - - NRVKKTKPAAH FLPKPLEVAM YR 207 

RGWYLGLNKEGEIMKG--NHVKKNKPAAHFLPKPLKVAMYK 205 

RAWYLGLDKEGQVMKG--NRVKKTKAAAHFLPKLLEVAMYQ 207 

MFIALSKNGKTKKG- -NRVSPTMKVTHFLPRL 206 

TYIALSKYGRVKRG- -SKVSPIMTVTHFLPRI 208 

WYVALKRTGQYKLG- -SKTGPGQKAILFLPMSAKS- - - - 155 

WFVGLKKNGSCKRG- -PRTHYGQKAILFLPLPVSSD- - - 155 

RQMYVALNGKGAPRRG- -QKTRRKNTSAHFLPMVVHS 208 

GEM F VALNQKG I PV RG - - KKTKKEQKTAH FL PMA I T 194 

WYVGFTKKGRPRKG- -PKTRENQQDVHFMKRYPKGQPEL 185 

WYMAFTRKGRPRKG- -SKTRQHQREVHFMKRLPRGHHTT 203 

REWYVALNKRGKAKRGCSPRVKPQHISTHFLPRFKQSEQ-P 225 

RRYYVALNKDGTPREG- -TRTKRHQKFTHFLPRPVDPDKVP 198 

GARRQPSAERLWYVSVNGKGRPRRG- -FKTRRTQKSSLFLPRVLDHRDHE 189 
: : * * : * : 

EPSLHEIGEKQ GRS- -RKSSGTPTMNGGKVVNQDST 243 

EPSLHEIGENK GVQ--GKFWTPP 168 

EPSLHDVGETVPKP-GVTPSKSTSASAIMNGGKPVNKSKTT 247 

EPSLHDLTEFSRSG-SGTPTKSRSVSGVLNGGKSMSHNEST 245 

EPSLHSVPEAS P--SSPPAP 225 



QKPFKYTTVTK RSRR--IRPTHPA 207 

EQSLRFEFLNYPPF-TRSLRGSQRTWAPEPR 233 

ELSFTVTVPEKKN P - PSP I KSK I PLSAPRKNTNS VKYRLKFRFG 268 

ELYKDILSQS 208 

MVRQLQSGLPRPPGKGVQPRRRRQKQSPDNLEPSHVQASRLGSQLEASAH 239 

Fig. 2 
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